Background: The renal function plays a leading role in long-term control of arterial pressure. The comparative analysis of renal cortex transcriptome in ISIAH rats with inherited stress-induced arterial hypertension and normotensive WAG rats was performed using RNA-Seq approach. The goal of the study was to identify the differentially expressed genes (DEGs) related to hypertension and to detect the pathways contributing to the differences in renal functions in ISIAH and WAG rats.
Background
The etiology of essential hypertension is multifactorial. Many researchers agree that the renal function plays a leading role in long-term control of arterial pressure. It is thought that hypertension may be a consequence of abnormal water-electrolyte balancing by kidney [1, 2] . However, the number of factors involved in the pathogenesis of hypertension is constantly increasing [3] , and the molecular mechanisms of essential hypertension development still remain uncertain.
The use of experimental animal models provides valuable information to elucidate the nature of polygenic traits [4] . One of these is the ISIAH (Inherited Stress-Induced Arterial Hypertension) rat strain which was developed to study the mechanisms of the stress-sensitive hypertension and its complications. The ISIAH rats were selected from an outbred Wistar rat population for a systolic arterial blood pressure (SABP) increase induced by 30 min restraint stress in a small cylindrical wire mesh cage. More than 30 generations of close inbreeding by brother-sister mating resulted in a high genetic homogeneity of the ISIAH strain [5] . Starting from the age of 6 weeks, the ISIAH rats have elevated SABP at basal condition (175.0 ± 3.5 mmHg in males and 165.0 ± 3.0 mmHg in females) and exhibit a dramatic increase in SABP (up to 210 mmHg and more) when restrained [6, 7] . The ISIAH rats also show a number of other characteristic features of hypertensive state: hypertrophy of the left ventricle, increase in the wall thickness of the small arteries, and changes in the electrocardiographic pattern [7] . ISIAH rats are also characterized by increased kidney mass [8] and some alterations in kidney histology indicative of increase in filtration barrier functional load and of initial stages of glomerular [9] and renomedullar sclerosis [10] . These features, the genetically determined enhanced responsiveness to stressful stimulation, and the predominant involvement of the neuroendocrine hypothalamic-pituitary-adrenocortical (HPA) and sympathoadrenal systems during the disease development let to consider the ISIAH rat strain as an advantageous model of the human stress-sensitive hypertensive state [11] .
Recently, the next-generation sequencing technologies became very useful in providing deep insights into molecular mechanisms underlying the complex diseases development [12] . In the current work, the RNA sequencing (RNA-Seq) technology was used for comparative analysis of renal cortex transcriptome in hypertensive ISIAH and normotensive control WAG (Wistar Albino Glaxo) rats. The goal of the study was to identify the differentially expressed genes (DEGs) related to hypertension and to detect the pathways contributing to the differences in renal functions in hypertensive ISIAH and normotensive WAG rats.
The study revealed multiple DEGs in renal cortex of hypertensive ISIAH and normotensive WAG rats, including 42 DEGs known as related to hypertension and regulation of BP. These DEGs were associated with the diversity of biological processes and pathways which might contribute to development of stress-sensitive hypertension. Two of them (Ephx2 and Glp1r) were in the list of the top 40 genes showing the highest differences in expression in ISIAH and WAG renal cortex.
Results
The analysis revealed 716 genes differentially expressed in the renal cortex of hypertensive ISIAH and normotensive WAG rats. About the half of DEGs (372 genes, i.e. 52,0 %) were downregulated in ISIAH renal cortex. The expression of nine of these genes was detected in renal cortex of WAG rats but not in ISIAH. Alternatively, only one gene was expressed in ISIAH and silent in WAG renal cortex (Table 1 ). No one of these genes expressed in renal cortex of only one rat strain is known as related to hypertension development. The list of the top 40 genes showing the highest differences in expression in ISIAH and WAG renal cortex contained two genes (Ephx2 and Glp1r) associated with hypertension (Table 2) .
Altogether, the study revealed 39 DEGs annotated in RGD as related to hypertension ( Table 3) . Six of these genes (Ace, Cyp2j4, Gja1, Mmp9, Ppara, and Ren) were described as genes associated with renal hypertension. According to functional annotation in DAVID, three additional DEGs (Guca2b, P2rx4, and Pcsk5) might be associated with regulation of BP. These DEGs may be considered as potential candidate genes related to blood pressure complications in ISIAH rats. Most of these genes were downregulated in hypertensive kidney. The majority of the DEGs associated with hypertension were related to insulin resistance and diabetic nephropathy and about half of them were associated with the immune system diseases (Table 3 ). Altogether, the study revealed 60 DEGs referred in RGD as associated with renal diseases, including renal fibrosis, renal insufficiency, glomerulonephritis, diabetic nephropathy, and nephrosclerosis (Table 4 ). Thirty one transcription factor genes were differentially expressed in ISIAH and WAG renal cortex ( Table 5 ). One of these (Ppara) is known as associated with hypertension, glomerulonephritis, insulin resistance, and immune system diseases. Its expression was downregulated in ISIAH rats.
Several genes which might play a key role in hypertension development in ISIAH rats were chosen for technical validation of the difference in their transcriptional activity in ISIAH and WAG renal cortex by real-time PCR (Fig. 1 ). The correlation coefficient between the results of two methods was 0.99.
Gene Ontology (GO) terms for biological processes found to be significantly enriched are represented in Additional file 1. As it is marked in this file, the majority of gene groups defined by GO terms contain DEGs associated with hypertension. Several groups of DEGs which might be important for the development of the stress-sensitive hypertension are given in bold in the file. The genes in these groups are listed in Additional file 2. Among the most significantly enriched GO terms, there are several (regulation of hormone levels, hormone metabolic processes, response to hormone and to insulin stimuli) which suggest the existence of the hormone dependent interstrain differences in renal cortex function.
Multiple DEGs were related to the response to stress and regulation of response to stress. The particular types of stress were specified by several GO terms such as response to oxidative stress, response to hypoxia, and response to fluid shear stress. In these groups, the DEGs associated with hypertension might have a special role in stress-sensitive hypertension development in ISIAH rats.
The two most essential groups of DEGs related to regulation of biological processes were associated with regulation of blood pressure and blood circulation. Several other processes which may have an important role in hypertension development were: nitrogen compound biosynthetic process, ion transport, regulation of calcium ion transport, homeostatic process (including ion homeostasis and particularly calcium ion homeostasis), and tissue remodeling.
The functional annotation revealed multiple DEGs associated with the immune system process and with regulation of immune response. KEGG analysis also marked out several pathways significantly enriched with DEGs related to immune system function ( Table 6 ). The other significantly enriched metabolic pathways were related to steroid hormone biosynthesis, tryptophan, glutathione, nitrogen, and drug metabolism. The DEGs in the identified KEGG pathways are listed in Additional file 3.
Discussion
It was well established that kidney is one of the target organs in hypertension development [13] . In the current study, RNA-Seq approach was performed to identify genes with altered transcriptional activity in the renal cortex of hypertensive ISIAH as compared to normotensive WAG rats and to reveal those, which might be responsible for hypertension development in ISIAH rats. Multiple DEGs associated with hypertension and renal diseases were found, and the functional annotation of DEGs helped to define the main biological processes and pathways which might contribute to stress-sensitive hypertension in ISIAH rats.
GO annotation results pointed out that the hormonal regulation might have strong influences on renal function. So, the group of 16 DEGs participating in the regulation of hormone level might play an important role in orchestration of the changes in physiological and metabolic processes in ISIAH kidney (Additional file 2). Several of them (Ace, Comt, Cyp1a1, Glp1r, Hsd11b2, and Ren) are widely known as associated with hypertension development.
The angiotensin I-converting enzyme and renin (Ace and Ren) are the key components of the renin-angiotensin system (RAS). Their low expression found in the current experiment is in a good agreement with the previous study when real-time PCR showed the decreased mRNA level of these genes in kidney cortex of 4-month old ISIAH males [14] . Low-renin hypertension usually implies increased retention of Na(+) [15] . As the statistically significant plasma sodium increase was found in ISIAH rats as compared to WAG [16] , the low-renin hypertension in ISIAH rats may arise due to the suppression of the RAS by the sodium retention and elevated blood pressure.
Comt encodes the enzyme catechol-O-methyltransferase metabolizing catecholamines. The inhibition of COMT induces dopamine-dependent natriuresis [17] . The catechol-O-methyltransferase-gene-disrupted mice were resistant to salt-induced hypertension [18] . So, the decreased expression of Comt in the renal cortex of ISIAH rats may lead to increase in renal dopaminergic effects and sodium excretion, and may be considered as an adaptive mechanism. Earlier, the significantly decreased transcription of Comt was also detected in kidney of 6-month old ISIAH rats [19] . Cyp1a1 knockout mice are hypertensive. Cyp1a1 metabolizes omega-3 polyunsaturated fatty acids to vasodilators and the loss of these vasodilators may lead to increases in BP [20] . So, the decreased level of Cyp1a1 transcription in ISIAH renal cortex suggests its contribution to hypertension development in these rats.
The enzyme encoded by 11β-hydroxysteroid dehydrogenase (Hsd11b2) oxidizes glucocorticoids to the inactive metabolite cortisone. In aldosterone target tissues, 11βHSD2 is coexpressed with mineralocorticoid receptors and protects the receptor from activation by glucocorticoids. It was found that decreased HSD11B2 activity is related to hypertension [21] and Hsd11b2 null mice are also hypertensive [22] . So, the increased Hsd11b2 transcription in ISIAH renal cortex may lead to decreased glucocorticoid action and be protective against excessive elevation of blood pressure.
GLP-1 receptor (Glp1r gene) was shown to be expressed in glomerular capillary and vascular walls in the mouse kidney. Its signaling plays a crucial role in protection against increased renal oxidative stress [23] . So, Glp1r upregulation in renal cortex of ISIAH rats may be adaptive against the oxidative stress.
Several DEGs participating in the regulation of hormone level are related to retinol metabolism (Cyp26b1, Rbp4, and Retsat) and intracellular transport (Rbp1). Retinoids (vitamin A and its analogs) are highly potent regulators of cell differentiation, cell proliferation, and apoptosis. Retinoids and/or retinoid-related proteins play important role in the development of metabolic diseases, primarily obesity, diabetes, and dyslipidemia [24] . Earlier, several signs of metabolic syndrome, such as dislipidemia, increased glucose content, and increased body weight were described in ISIAH rats [25] . The elevated RBP4 was reported in chronic kidney disease [26] and may contribute to insulin resistance in spontaneously hypertensive rats [27] . Based on that, we suggest that the upregulation of Rbp4 may be related to development of metabolic syndrome in ISIAH rats, too.
RetSat saturates all-trans-retinol to all-trans-13,14dihydroretinol which is transiently oxidized to all-trans-13,14-dihydroretinoic acid before being oxidized further by Cyp26 enzymes [28] . Cyp26b1 catalyzes the inactivation of retinoic acid (RA) to hydroxylated forms and helps to maintain tissue RA concentrations within appropriate bounds [29] . The particular role of elevated transcription of Retsat and Cyp26b1 in ISIAH kidney function remains to be determined.
According to the functional annotation, four genes responsible for regulation of hormone level (Ace, Glp1r, Hsd11b2 and Ren) are also associated with the regulation Genes associated with: a -renal fibrosis; b -renal insufficiency; c -glomerulonephritis, d -diabetic nephropathies; e -nephrosclerosis of BP. Two other genes in the group 'regulation of BP' (Ephx2, and Guca2b) were earlier described as common genes related to regulation of BP in several rat models of programmed hypertension [30] . In ISIAH renal cortex these genes were upregulated. Ephx2 encodes the soluble epoxide hydrolase (sEH) which metabolizes the epoxyeicosatrienoic acids (EETs) having antihypertensive properties. EETs also possess anti-inflammatory actions that could protect the kidney vasculature from injury during renal and cardiovascular diseases [31, 32] . sEH is considered as a main effector of angiotensin II-induced [31] and salt-sensitive hypertension [33] . Besides, it was considered as one of the gatekeeper genes contributing to programmed hypertension [30] . The uroguanylin (Guca2b encoded protein) deficiency results in impaired ability to excrete an enteral load of NaCl, primarily due to an inappropriate increase in renal Na + reabsorption, and in increased mean arterial pressure in uroguanylin knockout animals [34] . Based on this information, we may suggest that upregulation of Ephx2 exerts the pressor effect and Guca2b exerts an opposite effect on systemic BP and renal function in ISIAH rats. Three other DEGs related to regulation of BP (Adra1b, P2rx4, and Ppara) were downregulated in ISIAH renal cortex. The alpha1B-adrenoceptors (Adra1b) are involved in blood vessel remodeling [35] and mediate the vasoconstrictor actions of the renal sympathetic nerves in rats with renal failure [36, 37] . PPARα is a nuclear transcription factor. It contributes to regulation of BP and vascular reactivity in SHR [38] . PPARα deficiency appears to aggravate the severity of diabetic nephropathy through an increase in extracellular matrix formation, inflammation, and circulating free fatty acid and triglyceride concentrations [39] . Alternatively, the PPAR-alpha and -gamma agonists attenuate diabetic kidney disease in the apolipoprotein E knockout mice [40] . P2rx4(-/-) mice have higher BP and excrete smaller amounts of NO products in their urine than do wild-type mice. They have impaired flowdependent control of vascular tone and remodeling [41] . Besides, the lack of P2X4R expression leads to increased renal fibrosis [42] . So, we may suggest that downregulation of Adra1b may be adaptive and protect against the excessive sympathoexcitation, and P2rx4, and Ppara deficiency may contribute to development of kidney pathology in ISIAH rats.
In the current study, we found multiple DEGs related to response to different stimuli and to stress. This is well consistent with the previous observation that HPA and sympathoadrenal systems are activated in ISIAH rats [11] and that the changes in kidney function of 6-month old ISIAH rats are based on altered expression of many genes working in stress-related mode [19] . The stress response (or stress cascade) is considered as disruptions in homeostasis which result in a series of neural and endocrine adaptations. The stress cascade is responsible for allowing the body to make the necessary physiological and metabolic changes required to cope with the demands of a homeostatic challenge [43] . In the current study, the functional annotation helped to identify multiple DEGs involved in homeostatic process. Several DEGs in this group were associated with both hypertension and kidney diseases. That is in a good agreement with the opinion that essential hypertension is one of the "syndromes of impaired genetic homeostasis" [44] and that homeostatic process might be impaired in patients with chronic kidney disease [45] .
Earlier, the comparative electron microscopic study of glomerular apparatus in 6-month old ISIAH and Wistar rats showed hypertrophy of renal corpuscles in hypertensive kidney, accompanied by multiple structural changes such as capillary narrowing or dilation, endothelial flattening, podocyte hypertrophy and flattening of their cytopodia, thickening of basal lamina, mesangial volume expansion and increase in the number of intercapillary processes of mesangial cells [9] . Complex of these signs suggested a disturbance of glomerular capillary blood circulation and a functional podocyte stress, compensating the microcirculatory disturbances. Changes in basal membranes and mesangium were considered as indicative of increase in filtration barrier functional load, and of initial stages of glomerular sclerosis [9] . In the current study, we used younger rats, nevertheless, we found groups of DEGs associated with blood circulation, renal hypertension, and with the development of nephrosclerosis. Probably, the changes in their expression may be potentially important for the appearance of the microcirculatory and structural disturbances in aging kidney. The particular types of stress specified by GO terms were associated with oxidative stress, hypoxia, and fluid shear stress (Additional file 1). The oxidative stress is considered to be the pathogenic outcome of oxidant overproduction, which occurs as a result of imbalance between prooxidants and antioxidants [46] . Several genes in this group showed reduced transcription and several were upregulated.
The protein encoded by Abcc2 mediates transport of various molecules across extra-and intra-cellular membranes, including the transport of prostaglandin E2 [47] , which affects multiple segments of the preglomerular vascular tree in a different ways [48] . ABCC2 deficiency may be associated with increased oxidative stress, leading to renal tubular cell damage [49] .
Two other genes associated with response to oxidative stress (Clu and Mmp9) are known as genes related to hypertension and kidney diseases. Clusterin (Clu) upregulation attenuates renal fibrosis in obstructive nephropathy [50] . Alternatively, the loss of clusterin expression worsens renal ischemia-reperfusion injury [51] . Overexpression of MMP9 could alter glomerular basement membrane components thereby causing podocyte structural changes [52] . MMP9 is also known to cleave podocalyxin in podocytes, which is a charge barrier to prevent microalbuminuria [53] . Loss of MMP9 reduces atherosclerotic burden [54] and, alternatively, the elevated urine values of MMP-9 was recognized as a marker of atherosclerotic disease [55] . So, the decrease in Clu and Mmp9 expression may be protective in ISIAH renal cortex.
Another gene repressed in ISIAH renal cortex and related to oxidative stress was Hao1. It encodes a peroxisomal enzyme that oxidizes glycolate to glyoxylate with concomitant production of H 2 O 2 . Downregulation of Hao1 expression during oxidative stress may provide a mechanism to prevent excessive H 2 O 2 formation [56] . Alpha B-crystallin (Cryab gene) is a ubiquitous stress inducible molecular chaperone. CRYAB is promoting angiogenesis and preventing apoptosis [57] . Expression of cystatin C has protective effects against various oxidative stresses that induce cell death [58] . Its decreased transcription in ISIAH renal cortex may contribute to oxidative damage and, probably, to hypertension development.
It is known that chronic hypertension can occur if there is an abnormality of kidney function that shifts pressure natriuresis so that sodium balance is maintained at elevated blood pressures [59] . Tubular sodium reabsorption depends on the activity of ion transport systems, which are modulated by neural, endocrine, paracrine, and physical factors [60] . In our study, the functional annotation revealed 32 DEGs related to ion transport. The changes in their transcriptional activity suggest that different mechanisms of osmoregulation may contribute to function of hypertensive kidney. These results are in a good agreement with the statement that ion transport is one of the major processes that are vital for functions of kidney and organism as a whole.
KEGG analysis showed an overrepresentation of DEGs involved in several metabolic pathways ( Table 6 and Additional file 3). The most significantly enriched one was pathway associated with complement and coagulation cascades. Inflammation and coagulation play pivotal roles in the pathogenesis of vascular diseases. Increasing evidence points to an extensive cross-talk between these two systems, whereby inflammation leads not only to activation of coagulation, but coagulation also considerably affects inflammatory activity [61] .
One of the DEGs related to this pathway (Fga) is involved in platelet aggregation and has been recognized as biomarker for acute kidney injury [62] . Its upregulation may contribute to enhanced coagulation and exert negative effect on ISIAH kidney function. The other upregulated gene related to complement and coagulation cascades (Serpinc1) contributes to negative regulation of inflammatory response and to fibrinolysis. Serpinc1 deficiency is significantly associated with a tendency toward thrombosis formation in the kidney [63] . So, its upregulation may exert a protective effect on ISIAH kidney function.
Two another upregulated DEGs (Klkb1 and Vwf ) in the complement and coagulation cascades are known as associated with both hypertension and kidney diseases. Plasma prekallikrein (Klkb1 gene) was considered as a risk marker for hypertension and nephropathy in type 1 diabetes. Its level was elevated in association with increased blood pressure, and positively correlated with urinary albumin excretion rate [64] . As for Vwf gene, it was demonstrated that immobilization stress exposure was followed by a rise in von Willebrand factor concentrations, adrenocorticotropic hormone and corticosterone release in saline pretreated rats [65] . The enhanced Vwf gene transcription in ISIAH renal cortex suggests that it may be one of the genes working in stress-related mode in renal cortex of ISIAH rats.
Several pathways found in the current study were closely related to the immune system function. It is long known that the immune system changes play a role in hypertension and an extensive bidirectional interactions between the sympathetic nervous system and the immune system exist [66, 67] . Recent studies have shown that both innate and adaptive immunity contribute to hypertension [68] . Major histocompatibility complex (MHC) class I molecules are ligands for the killer-cell immunoglobulin-like receptors, which are expressed by natural killer (NK) cells and T cells. The interactions between these molecules contribute to both innate and adaptive immunity [69] . MHC class-II molecules are key participants in immune activation events in autoimmunity [70] . It was shown that mice lacking adaptive immune cells, including recombinase-activating gene-deficient mice and rats and mice with severe combined immunodeficiency have blunted hypertension to stimuli such as ANG II, high salt, and norepinephrine [71] . The current work helped to reveal several genes related to MHC class I and MHC class II which might be useful for further studies of immune system changes during hypertension development in ISIAH rats.
Several other pathways were significantly enriched with DEGs related to steroid hormone biosynthesis, tryptophan, glutathione, nitrogen, and drug metabolism. The most DEGs associated with hypertension in these pathways were related to steroid hormone biosynthesis and were discussed above. The other pathways (glutathione, nitrogen, and drug metabolism) didn't contain the DEGs directly associated with hypertension, however, these also might play important role in pathology development in ISIAH rats. This may be true, at least for the glutathione metabolism. It is known that glutathione is an important intracellular antioxidant that protects against a variety of different oxidant species. Induction of oxidative stress by glutathione depletion causes severe hypertension in normal rats [72] . In our study, we found several DEGs involved in glutathione metabolism. GPx2 is a key enzyme in the antioxidant system of the cells [73] . The glutathione S-transferases provide cellular protection against the toxic effects of a number of environmental toxicants and products of oxidative stress by conjugation with glutathione [74] . So, we may suggest that downregulation of glutathione S-transferases may weaken oxidative defense and mediate the pathological processes in ISIAH kidney and the upregulation of Gpx2 seems to play a protective role.
Conclusion
The results of the study revealed multiple genes differentially expressed in renal cortex of hypertensive ISIAH and normotensive WAG rats, including 42 genes associated with hypertension and regulation of BP. Their functional annotation showed that many different processes might be brought into play. Two DEGs associated with hypertension (Ephx2 and Glp1r) were in the list of the top 40 genes showing the highest differences in expression in ISIAH and WAG renal cortex. These DEGs may be considered as potential candidates for further studies to better understand the mechanisms of the hypertension development in the ISIAH rats. The results of the discussion suggested that the interstrain differences in ISIAH and WAG renal function may probably arise from the imbalance in processes leading to the development of pathology from one side and the processes trying to restore the homeostasis from the other side. As the number of hypertensive and the other potentially relevant genes was considerable, we were not able to discuss all of them in details.
Our findings provide a basis for identification of potential biomarkers of stress-sensitive hypertension and further investigation of the signaling mechanisms that affect kidney function and contribute to hypertension development.
Methods

Animals
The work was carried out on hypertensive ISIAH and normotensive WAG rats bred in the Center for Genetic Resources of Laboratory Animals at the Institute of Cytology and Genetics, Siberian Branch of the Russian Academy of Sciences, (Novosibirsk, Russia, RFME-FI61914X0005 and RFMEFI61914X0010). All rats were maintained in the standard conditions with free access to food and water. The systolic arterial blood pressure (BP) was measured indirectly by the tail-cuff method. The BP level was determined under short-term ether anesthesia to exclude the effect of psychological stress induced by the measuring procedure. In RNA-seq experiments the 3-month old ISIAH (n = 3), and WAG (n = 3) males were used. Their systolic arterial BP was 171.7. ± .1.22 mmHg in ISIAH and 116.33 ± 1.86 mmHg in WAG males. The kidney of the decapitated rats was immediately removed and sectioned to get the samples of renal cortex which were stored in RNA Later (Qiagen, Chatsworth, CA) at −70°C until use. All animal experiments were approved by the Institute's Animal Care and Use Committee.
RNA-seq analysis
The collected samples of renal cortex were sent to JSC Genoanalytica (Moscow, Russia), where mRNA was extracted using Dynabeads mRNA Purification Kit (Ambion, USA). cDNA libraries were constructed using NEBNext mRNA Library Prep Reagent Set for Illumina (NEB, USA) following the manufacturer's protocol and were subjected to Illumina single-end sequencing. Three renal cortex samples from ISIAH and three renal cortex samples from WAG rats were run as experimental replicates. The resulting fastq-formatted sequencing data were mapped to the RGSC Rnor_5.0\rn5 reference genome using Tophat2 aligner [75] and NCBI RefSeq gene annotation. Quality assessment of the mapped data was performed using the module 'CollectRnaSeqMetrics' from Picard tools suite (http://broadinstitute.github.io/picard/). The summary statistics for each sequenced library is given in Additional file 4. The Cufflinks/Cuffdiff programs were then used to estimate gene expression levels in FPKM (fragments per kilobase of transcript per million mapped reads), and to perform differential expression analysis [76] . Genes were considered to be differentially expressed at q value < 0,05.
Functional annotation
The functional analysis of DEGs was performed using DAVID (The Database for Annotation, Visualization and Integrated Discovery) tool (http://david.abcc.ncifcrf.gov/) [77, 78] . The Gene Ontology option was utilized to determine the significantly (p < 0.05) enriched biological processes and groups of genes possibly contributing to hypertensive phenotype in ISIAH rats. The Kyoto Encyclopedia of Genes and Genomes Pathway Database (KEGG, http://www.genome.jp/kegg/) was used to identify pathways that were most significant to the data set. The genes related to hypertension and renal diseases were detected according to the DEGs annotation in Rat Genome Database (RGD, http://rgd.mcw.edu/). The detection of transcription factors among DEGs was performed using gene annotations from GenBank (http://www.ncbi.nlm.nih.gov/gene/), an atlas of combinatorial transcriptional regulation in mouse and man [79] and Panther classification system (http://www.pantherdb.org/).
Quantitative real-time PCR (qPCR)
The relative amount of target mRNA was measured by qPCR. Samples of renal cotrtex were analyzed in 3month old ISIAH and WAG rats. Each group contained five rats. Total RNA was extracted using the TRI reagent (Molecular research center, USA). Remaining traces of genomic DNA were removed from the RNA samples using DNase I (Promega, USA) treatment, according to the manufacturer's instructions.
Reverse transcription was performed in 50 μl of RT buffer containing 3 μg of total RNA, 0.25 nmol of random nonanucleotide primers (Biosan, Russia), 0.4 mM dNTP, and 40 units of MoMLV (Vektor-Best, Russia). The cDNA was synthesized at 37°C (1 h), 42°C (30 min), and 50°C (10 min). The enzyme was inactivated by heating the mixture at 75°C for 5 min.
qPCR was performed in a final volume of 20 μl. The reaction volume contained master mix with SYBR Green, forward and reverse primers (0,15 mM each), 1 unit of HotStart Taq polymerase (Vektor-Best, Russia), and the cDNA template. The housekeeping gene Rpl30 encoding ribosomal protein L30 was used as a reference gene. Primer's sequences, their annealing temperatures, and the temperatures of fluorescence signal acquisition are given in Additional file 5. qPCR was carried out in an iCycler iQ4 Real-Time PCR Detection System (Bio-Rad Laboratories, USA) with an initial denaturation of 1 min at 94°C followed by 40 cycles of 15 s at 94°C, 20 s at primer's annealing temperatures (see Additional file 5), 20 s at 72°C, fluorescence signal acquisition for 10 s, and then generation of melting curve from 65 to 94°C. The standardcurve quantitation method was applied [80] : the relative amount of the tested cDNA was determined using calibration curves derived from the dilutions of the standard cDNA. Standard cDNA solution for plotting calibration curves was obtained by mixing aliquots from each of the synthesized cDNA samples. In each experiment, cDNA samples with primers for the target gene (four replicates per cDNA sample), the same samples with primers for the reference gene (four replicates), and the standard cDNA dilutions (1 : 1, 1 : 4, 1 : 16, and 1 : 64) with the primers for the target gene (two replicates), and with the primers for the reference gene (two replicates) were placed on the same plate. The value for the target gene was further normalized against the qPCR level of the reference gene.
Statistical calculations for qPCR data were performed with the software package Statistica v.6.0 (Statsoft, USA) using nonparametric statistics, Mann-Whitney U-test. Differences were considered statistically significant when P was less than 0.05. The data were presented as means and their standard errors (M ± S.E.M.).
